ABSTRACT
INTRODUCTION
Hepatitis E virus (HEV), the causative agent of hepatitis E, is a small non-enveloped virus with a virion size of approximately 27-34 nm in diameter containing a positivesense single-stranded RNA with a length of 6.6-7.3 kb.
The genome is organized into three open reading frames (ORF1-3). ORF1 and 3 encoded non-structural proteins and ORF2 encodes the viral capsid protein [13] . HEV belongs to the Hepeviridae family, which has recently been split into two genera, Orthohepevirus and Piscihepevirus.
Genus Orthohepevirus is classified into four species desig- After the first characterization of HEV in domestic pigs by M e n g et al. [13] in the USA, the virus has been detected in the same animal species in many other countries including Canada [18] [11] . At the same time swine HEV has been detected and characterized in such neighbouring countries as Hungary and Czechia [8, 4] . Domestic pigs are believed to be an important source of zoonotic transmission of HEV-3 and HEV-4 and they are responsible for sporadic human hepatitis E cases worldwide [17] . It is critical to know the prevalence of HEV in domestic pig farms so as to be able to assess the health situation of the pig population and thus estimate the risk to public health.
The objective of this study was: to observe HEV in domestic pigs in Slovakia, which has not been determined as yet: to characterize the genetically detected isolates; and to gain an insight into the incidence of HEV in the Slovak domestic pig population.
MATERIALS AND METHODS

Samples
Clinical samples (rectal swabs, n = 269) were obtained from the pigs of fourteen randomly selected Slovakian domestic pig farms. Three different age categories were 
Detection of HEV by nested reverse transcriptase polymerase chain reaction (RT-PCR)
The detection of the partial HEV genome was based on the amplification of a 242 bp fragment of ORF1 gene using outer and inner primers published by E r k e r et al. [5] . 
RESULTS
The results of the prevalence of hepatitis E virus in the domestic pigs are summarized in 
DISCUSSION
After the first characterization of swine HEV in USA by M e n g et al. [13] , the virus has been detected in the same species in many countries including Spain, Netherlands, Canada, United Kingdom [19, 25, 18, 1] and recently has been described in Africa [16] .
Our study investigated the occurrence of HEV in clinically healthy pigs on Slovak domestic pig farms indicating a relatively high presence of HEV (11.9 %). Very low occurrence of RNA HEV (3 %) was observed in faeces samples collected in a Czech slaughterhouse, similarly to clinically healthy pigs [4] . Besides Czechia, swine HEV was detected and characterized in neighbouring Hungary. HEV infection among domestic swine appears to be at quite a high level (39 %) on the Hungarian swine farms [20] .
This study detected HEV in clinically healthy pigs. Most of the published studies are based on the detection in naturally or experimentally infected pigs [2, 9, 19] .
Up to now only a few studies have been aimed at HEV detection in relation to the age of pigs. Although two published studies pointed out that 2-4 months old pigs usually showed HEV infection [13, 14] , our study demonstrated that the virus can be detected in pigs younger than spectively [10, 12] . Surprisingly, HEV RNA was detected in 100 % of the 6 pig farms located in northern Italy [3] , in 73 % of the pig farms investigated in Shanghai [15] . In Spain the prevalence of HEV among pig farms increased from 38 % in 2006 to 76 % in 2007 [6, 7] .
The nucleotide sequences of ten HEV isolates from Slovakia were aligned and compared to each other and to the selected strains deposited in GenBank. The comparison of the nucleotide sequences identity of Slovak HEV isolates to each other showed high identity in nearly 100 %. By comparison of nucleotide sequences from neighbouring countries, Czechia and Hungary, an identity within 80.6-86.8 % was observed. By phylogenetic analysis of partial ORF1, we found that Slovak isolates clustered into two genetic groups (Fig. 1) . All Slovak HEV isolates were typed as genotype HEV-3, which is a common genotype of animal, including human isolates. This is considered an important characteristic of the potential source of human infections. 
CONCLUSIONS
In our study we investigated the prevalence of HEV on domestic pig farms in Slovakia which has not been addressed before. The analysis of three different age categories of domestic pigs showed some differences. The highest occurrence was observed in the fattening category and lowest in weaned piglets. HEV RNA was not observed in the youngest category (the suckling piglets). The phylogenetic analysis revealed that the Slovak HEV isolates clustered into two genetic groups. All Slovak HEV isolates were typed as HEV-3, which are capable of infecting humans.
In the near future, we would like to extend our investigations to other domestic pig farms in Slovakia and to characterize more HEV isolates.
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